A cladistic analysis was carried out for a complex of 33 species of the genus Cryptocephalus that has been recognized for some time as monophyletic. 55 morphological adult characters have been used, with 119 character states. Analyses were performed using parsimony procedures as well as Bayesian inference. Further information about phylogenetic scenarios were obtained by combining the morphological dataset with a sequence of 507 bp of the central portion of the 18S ribosomal RNA. Illustrations are provided for most morphological characters used in the analyses. Besides, the following taxonomic changes are proposed here: subg. Cerodens has to be considered a new synonym of subg. Cryptocephalus; C. zambanellus is raised again to species level; C. sericeus intrusus has to be considered a new synonym of C. zambanellus; C. telueticus has to be considered a new synonym of C. azurescens; all the populations of C. violaceus ranging from Iberian Peninsula to central Alps are attributed to the subspecies scaffaiolus Burlini, formerly described from the Northern Apennines. Biogeographic remarks are given and some evolutionary hypotheses about the radiation of the monophylum are proposed on the basis of the acquired knowledge. An identification key for the species is also provided.
Introduction
The Cryptocephalus sericeus (Linné) species complex sensu Leonardi & Sassi (2001) has been the subject of several studies, including morphological (Leonardi & Sassi, 2001 , Steinhausen, 2007 , molecular (Gómez-Zurita et al., 2011 ), behavioural (O'Luanaigh et al., 2006 and evolutionary and faunistic (Baselga & Novoa, 2000 , 2004 Burkejs, 2009; Bukejs & Barševskis, 2008; Petitpierre, 1998 Petitpierre, , 2005 Ouda, 2011; Vig, 2005) . The attention paid to this species complex has led, among other things, to the description of three new species (Leonardi & Sassi, 2001; Sassi, 2001 ) and some taxonomic novelties as the restoration of species previously placed in synonymy (de la Rosa, 2008) or changing rank of some taxa (Sassi, 2011a) . Some older works had originally provided interesting perspectives for the development of the more recent studies taking into account morphological characters not previously used (Barabas, 1976; , De Monte, 1948 Iablokoff-Khnzorian, 1966) . As a result of all these contributions, the composition and the taxonomy of the Cryptocephalus sericeus species complex (Tab. 1) seem now clear enough. Besides, a thorough study of the molecular evolution of the group (Gómez-Zurita et al., 2011) has laid the foundations for a correct assessment of phylogenetic relationships. However, the molecular markers used in the study have pointed out a trend of some species to hybridization leading to the generation of species DNA paraphyly. This tends to muddle the true taxa relationships. However, until now a phylogenetic analysis of this group of species that would take into account the information obtained from morphological characters, was lacking. In this respect, the present work aims to achieve the following objectives: 1) to clarify the evolutionary relationships within the Cryptocephalus sericeus species complex, 2) to test the validity of some morphological characters in providing useful information in the reconstruction of evolutionary pathways within Cryptocephalini, 3) to test the effectiveness of using cladistic procedures based on the morphology of closely related species
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Aedeagal tube more elongated, usually more than 1.2 times as long as wide, apex of aedeagus smaller, nearly rectangular, hairy plates not visible on tube in ventral view ( fig. 116) 
